. Sample preparation and clustering QC related information (related to Figure 1 ) (a) Information from the Vglut2Cre
Tomato vagal cell suspension FACS. (b) Detected numbers of genes, UMIs, the percentage of mt-DNA derived gene expression across the different batches, and mean reads per cell. Sample v103 captured significantly more cells compared to the other three (>900 vs. ~300) resulting in lower counts of UMIs and lower sequencing depth; however the mt-DNA% remained the same. (2016) data using Seurat. We examined our clusters using the cluster-defining markers from the original publication by Li et al., (2016) allowing us to identify the corresponding clusters in that study. Thus, the cluster names are according to Li et al., (2016) . Clusters C6, C7, and C10 did not separate as individual clusters in our analysis. Data S1. Nodose marker expression in vivo (related to Figure 5 ). Data S1 continues on the next page.
Data S1. Nodose marker expression in vivo (related to Figure 5 ) Low magnification images from in vivo confirmation of nodose neuron types (a-n). Legends on the left indicate presence/absence of geneexpression ( + /-) in the neuron types; white, yellow, and blue distinguish the color of the arrowheads that identify examples of the specific neuron types in the images. Panel is read left to right. Scale bar indicates 10 µm.
